Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.027; wR factor = 0.075; data-to-parameter ratio = 12.8.
In the crystal of the title hydrated molecular salt, C 6 H 10 N 2 2+ ÁSO 4 2À ÁH 2 O, N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds link the molecules into layers parallel to the ab plane. C-HÁ Á ÁO hydrogen bonds are observed both within these layers and between molecules and ions in adjacent layers. Table 1 Hydrogen-bond geometry (Å , ). (Tooke et al., 2004; Mahjaub et al., 2005; Døssing et al., 2001; Junk et al., 2006; Yuge et al., 2008; Lemmerer et al., 2008; Khemiri et al., 2010) . Also, the four sulfur-oxygen distances of 1.4694 (17) 
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Experimental
The crystal structure of (2-ammoniomethyl)pyridinium sulfate monohydrate was obtained by dissolving the ligand, 2-aminomethylpyridine, in water acidified with sulfuric acid. The final pH of the solution was recorded as pH = 6.1. The crystals were grown from this mixture by slow evaporation.
Refinement
Aromatic H atoms were positioned geometrically and allowed to ride on their parent atoms, with U iso (H) = 1.2 U eq (parent) of the parent atom with a C-H distance of 0.93 Å. The methene H atoms were placed in geometrically idealized positions and constrained to ride on the parent atom with U iso (H) = 1.2 U eq (C) and at a distance of 0.97 Å. The O-and Nbound H atoms were placed from the electron density map and were refined freely with isotropic displacement parameters. (Brandenburg & Putz, 2005) ; software used to prepare material for publication: WinGX (Farrugia, 1999 
Computing details

Special details
Experimental. The intensity data were collected on a Bruker X8 ApexII 4 K Kappa CCD diffractometer using an exposure time of 10 s/frame. A total of 2250 frames were collected with a frame width of 0.5° covering up to θ = 28.43° with 97.3% completeness accomplished. Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
